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6.   Statistical parameters
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	CurrentPageNumber: 
	author: Andreas Hejnol
	initial: 
	revised: 
	final: 
	Describe the statistical methods that were used to predetermine sample size OR if no sample-size calculation was performed, describe how sample sizes were chosen and provide a rationale for why these sample sizes are sufficient.: We have used between 10 - 100 specimens per experiment which is standard in such experiments. The number was determined so that the expression patterns gave consistent patterns between the specimens. The sample size for one species (Xenoturbella bocki) was between 3-10 because of limited material. The results between the different samples was consistent. 
	If no data were excluded from the analyses, state so OR if data were excluded, describe the exclusions and the rationale behind them, indicating whether exclusion criteria were pre-established. : No data were excluded.
	For each experiment, note whether any attempts at replication failed OR state that all attempts at replication were successful.: In situ hybridizations and antibody staining were repeated twice and led to a reproducible pattern. 
	Describe how samples were allocated to groups. If allocation was not random, describe how covariates were controlled. If this is not relevant to your study, explain why.: The individual specimens were randomly picked from the culture/environment.
	Describe the extent of blinding used during data acquisition and analysis. If blinding was not possible, describe why OR explain why blinding was not relevant to your study.: N.A.
	y: 
	na: 
	Provide a description of all commercial and custom code used to analyze the data in this study, specifying the version used OR state that no software was used.: Fiji, Photoshop CS6, Imaris 7.7 for confocal stacks. RAXML v 8.0, MAFFT for sequence analysis. 
	Describe any restrictions on availability of unique materials used in the study OR confirm that all unique materials used are readily available from the authors or from standard commercial sources (and specify these sources) OR state that no unique materials were used.: There are no restrictions on availability of unique materials.
	For all antibodies, as applicable, provide supplier name, catalog number, clone name, and lot number. Also describe the validation of each primary antibody for the species and application, noting any validation statements on the manufacturer’s website, relevant citations, antibody profiles in online databases, or data provided in the manuscript OR state that no antibodies were used.: We have used only commercial antibodies (ant-tyrosinated tubulin, anti-FMRFamide, anti-serotonin - Sigma Aldrich)
	Provide information on cell line source(s) OR state that no eukaryotic cell lines were used.: N.A.
	Describe the authentication procedures for each cell line used OR declare that none of the cell lines used have been authenticated OR state that no eukaryotic cell lines were used.: N.A.
	Confirm that all cell lines tested negative for mycoplasma contamination OR describe the results of the testing for mycoplasma contamination OR declare that the cell lines were not tested for mycoplasma contamination OR state that no eukaryotic cell lines were used.: N.A.
	Provide a rationale for the use of commonly misidentified cell lines OR state that no commonly misidentified cell lines were used.: N.A.
	For laboratory animals, report species, strain, sex and age OR for animals observed in or captured from the field, report species, sex and age where possible OR state that no animals were used.: In this study we have used whole animal specimens collected from the field. Xenoturbella bocki, Nemertoderma westbladi were collected from Kristineberg, Sweden. Novocrania anomala, Meara stichopi, Lineus ruber were collected near Bergen, Norway. Terebratalia transversa was collected near Friday Harbor Station, Seattle, USA. Owenia fusiformis was collected in Roscoff, France. Isodiametra pulchra, Epiphanes senta are from a laboratory culture. 
	Provide all relevant information on human research participants, such as age, gender, genotypic information, past and current diagnosis and treatment categories, etc. OR state that the study did not involve human research participants.: N.A.



